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APPENDIX A 

AC P35749; 000396; 094944; P78422; 

Query Match 98.5%; Score 3564.5; DB 1; Length 1972; 

Best Local Similarity 99.0%; Pred. No. 1.2e-211; 

Matches 692; Conservative 0; Mismatches 0; Indels 7; Gaps 1; 

MAQKGQLSDDEKFLFVDKNFINSPVAQADWAAKRLVWVPSEKQGFEAASIKEEKGDEVW 60 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 
MAQKGQLSDDEKFLF VDKNF INS PVAQADWAAKRLVWVP S EKQG FEAAS I KEEKGDE VW 6 0 

ELVENGKKVTVGKDDIQKMNPPKFSKVEDMAELTCLNEASVLHNLRERYFSGLIYTYSGL 120 

IIIIII1IIIIIINIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

ELVENGKKVTVGKDDIQKMNPPKFSKVEDMAELTCLNEASVLHNLRERYFSGLI YTYSGL 120 

FCVWNPYKHLPIYSEKIVDMYKGKKRHEMPPHIYAIADTAYRSMLQDREDQSILCTGES 180 

IIIIIIIIIIIMIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 
FCVWNPYKHLPIYSEKIVDMYKGKKRHEMPPHIYAIADTAYRSMLQDREDQSILCTGES 180 

GAGKTENTKKVI QYLAWAS SHKGKKDTS I TQG PS FA YGELEKQLLQANP I LEAFGNAKT 24 0 

IIIIIIIIIIIIIIIIIIIIIIMIIIIIII IIIIIIIIIIMMIIIIMII 

GAGKTENTKKVI QYLAWAS SHKGKKDTS I T GELEKQLLQANPI LEAFGNAKT 233 

VKNDNSSRFGKFIRINFDVTGYIVGANIETYLLEKSRAIRQARDERTFHIFYYMIAGAKE 300 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 
VKNDNSSRFGKFIRINFDVTGYIVGANIETYLLEKSRAIRQARDERTFHIFYYMIAGAKE 2 93 

KMRSDLLLEGFNNYTFLSNGFVPIPAAQDDEMFQETVEAMAIMGFSEEEQLSILKWSSV 360 

I I I I I I 1 I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
KMRSDLLLEGFNNYTFLSNGFVPIPAAQDDEMFQETVEAMAIMGFSEEEQLSILKWSSV 3 53 

LQLGNIVFKKERNTDQASMPDNTAAQKVCHLMGINVTDFTRSILTPRIKVGRDWQKAQT 42 0 

IIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

LQLGNIVFKKERNTDQASMPDNTAAQKVCHLMGINVTDFTRSILTPRIKVGRDWQKAQT 413 
KEQADFAVEALAKATYERLFRWILTRVNKALDKTHRQGASFLGILDIAGFEIFEVNSFEQ 4 8 0 

IIIIIIIIIIIIIMIIIIIIIIIIIIIIIII11IIIIIIIIIIIIIIIIII1IIIIIII 

KEQADFAVEALAKATYERLFRWILTRVNKALDKTHRQGASFLGILDIAGFEIFEVNSFEQ 4 73 
LCINYTNEKLQQLFNHTMFILEQEEYQREGIEWNFIDFGLDLQPCIELIERPNNPPGVLA 54 0 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII1IIIIIIIMIIIIII 

LCINYTNEKLQQLFNHTMFILEQEEYQREGIEWNFIDFGLDLQPCIELIERPNNPPGVLA 533 

LLDEECWFPKATDKSFVEKLCTEQGSHPKFQKPKQLKDKTEFSI IHYAGKVDYNASAWLT 6 0 0 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 
LLDEECWFPKATDKSFVEKLCTEQGSHPKFQKPKQLKDKTEFS I IHYAGKVDYNASAWLT 5 93 

KNMDPLNDNVTSLLNASSDKFVADLWKDVDRIVGLDQMAKMTESSLPSASKTKKGMFRTV 6 6 0 

IIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

KNMDPLNDNVTSLLNASSDKFVADLWKDVDRI VGLDQMAKMTESSLPSASKTKKGMFRTV 6 53 

GQLYKEQLGKLMTTLRNTTPNFVRCI IPNHEKRSGKLDA 6 99 

lllllllllllllllllllllllllllllllllllllll 
GQLYKEQLGKLMTTLRNTTPNFVRCI I PNHEKRSGKLDA 692 



Qy 


1 


Db 


l 


Qy 


61 


Db 


61 


Qy 


121 


Db 


121 


Qy 


181 


Db 


181 


Qy 


241 


Db 


234 


Qy 


301 


Db 


294 


Qy 


361 


Db 


354 


Qy 


421 


Db 


414 


Qy 


481 


Db 


474 


Qy 


541 


Db 


534 


Qy 


601 


Db 


594 


Qy 


661 


Db 


654 
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APPENDIX B 



AB020673 

FEATURES Location/Qualifiers 
source 1. .6846 

/organism="Homo sapiens" 

/mo 1 _t yp e = " mRN A " 

/db_xr e f = " t axon : 9 6 0 6 " 

/clone="hk00546sl" 

/tissue_type= "brain" 

/clone_lib="pBluescriptII SK plus" 
gene 1. .6846 

/gene= n KIAA0866 M 
CDS <40. .5994 

/gene="KIAA0866 M 

/note="This sequence was replaced that of hk06 733 cDNA as 

a representative cDNA sequence for KIAA0866."' 

/codon_start=l 

/product ="KIAA0866 protein" 

/protein_id= "BAA74 889 . 2 " 

/db_xref="GI : 27529744" 

/translation="SPQLEIWDQQGTMAQKGQLSDDEKFLFVDKNFINSPVAQADWAA 
KRLVWPSEKQGFEAASIKEEKGDEVWELVENGKKVTVGKDDIQKMNPPKFSKVEDM 
AELTCLNEASVLHNLRERYFSGLIYTYSGLFCVWNPYKHLPIYSEKIVDMYKGKKRH 
EMPPHIYAIADTAYRSMLQDREDQSILCTGESGAGKTENTKKVIQYLAWASSHKGKK 
DTSITGELEKQLLQANPILEAFGNAKTVKNDNSSRFGKFIRINFDVTGYIVGANIETY 
LLEKSRAIRQARDERTFHIFYYMIAGAKEKMRSDLLLEGFNNYTFLSNGFVPIPAAQD 
DEMFQETVEAMAIMGFSEEEQLSILKWSSVLQLGNIVFKKERNTDQASMPDNTAAQK 
VCHLMGINVTDFTRS ILTPRIKVGRDWQKAQTKEQADFAVEALAKATYERLFRWI LT 
RVNKALDKTHRQGASFLGILDIAGFEIFEWSFEQLCINYTNEKLQQLFNHTMFILEQ 
EEYQREGIEWNFIDFGLDLQPCIELIERPNNPPGVLALLDEECWFPKATDKSFVEKLC 
TEQGSHPKFQKPKQLKDKTEFSI IHYAGKVDYNASAWLTKNMDPLNDNVTSLLNASSD 
KFVADLWKDVDRIVGLDQMAKMTESSLPSASKTKKGMFRTVGQLYKEQLGKLMTTLRN 
TTPNFVRCIIPNHEKRSGKLDAFLVLEQLRCNGVLEGIRICRQGFPNRIVFQEFRQRY 
EILAANAIPKGFMDGKQACILMIKALELDPNLYRIGQSKIFFRTGVLAHLEEERDLKI 
TDVIMAFQAMCRGYLARKAFAKRQQQLTAMKVIQRNCAAYLKLRNWQWWRLFTKVKPL 
LQVTRQEEEMQAKEDELQKTKERQQKAENEL.KELEQKHSQLTEEKNLLQEQLQAETEL 
YAEAEEMRVRLAAKKQELEEILHEMEARLEEEEDRGQQLQAERKKMAQQMLDLEEQLE 
EEE AARQKLQLE KVT AE AK I KKLED E I L VMDDQNNKL S KE RKLLE ER I S D LTTNLAE E 
EEKAKNLTKLKNKHESMISELEVRLKKEEKSRQELEKLKRKLEGDASDFHEQIADLQA 
QIAELKMQLAKKEEELQAALARLDDEIAQKNNALKKIRELEGHISDLQEDLDSERAAR 
NKAEKQKRDLGEELEALKTELEDTLDSTATQQELRAKREQEVTVLKKALDEETRSHEA 
Q VQ EMRQKKAQ AVE E LT EQLEQ F KRAKANLDKN KQT LE KENADLAG E LR VLGQ AKQE V 
EHKKKKLEAQVQELQSKCSDGERARAELNDKVHKLQNEVESVTGMLNEAEGKAIKLAK 
DVASLSSQLQDTQELLQEETRQKLNVSTKLRQLEEERNSLQDQLDEEMEAKQNLERHI 
STLNIQLSDSKKKLQDFASTVEALEEGKKRFQKEIENLTQQYEEKAAAYDKLEKTKNR 
LQQELDDLWDLDNQRQLVSNLEKKQRKFDQLLAEEKNISSKYADERDRAEAEAREKE 
TKALSLARALEEALEAKEELERTNKMLKAEMEDLVSSKDDVGKNVHELEKSKRALETQ 
MEEMKTQLEELEDELQATEDAKLRLEVNMQALKGQFERDLQARDEQNEEKRRQLQRQL 
HEYETELEDERKQRALAAAAKKKLEGDLKDLELQADSAIKGREEAIKQLRKLQAQMKD 
FQRE LE DARAS RD E I F ATAKENE KKAKS LE ADLMQ LQ ED LAAAE RARKQ AD LE KE E LA 
EELASSLSGRNALQDEKRRLEARIAQLEEELEEEQGNMEAMSDRVRKATQQAEQLSNE 
LATERSTAQKNESARQQLERQNKELRSKLHEMEGAVKSKFKSTIAALEAKIAQLEEQV 
EQEAREKQAATKSLKQKDKKLKEILLQVEDERKMAEQYKEQAEKGNARVKQLKRQLEE 
AEEESQRINANRRKLQRELDEATESNEAMGREVNALKSKLRRGNETSFVPSRRSGGRR 
VI ENADGSEEETDTRDADFNGTKASE " 

ORIGIN 

Alignment Scores: 



Pred. No. : 


3 .95e-263 


Length: 


6846 


Score : 


3564.50 


Matches : 


692 


Percent Similarity: 


99 . 00% 


Conservative : 


0 


Best Local Similarity: 


99.00% 


Mismatches : 


0 


Query Match: 


98 . 55% 


Indels : 


7 


DB: 


9 


Gaps : 


1 
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Art Unit: 1652 



Ov 

wy 


1 


Mot* Zi 1 janT nT.ucf!l irf! 1 n T oi i CoT*Scn3i ar\n 1 n T .1/ a D n 0T.011 D n qTJ a 1 A anT.ircl ar\ TDVi 
Pic dvj-LIAJjy oVj xy VjXIlXitS U.O cl.rtc - |JrttJ^JoiU.Jjy o JrllcljC lX.tr lie? V cAXrlo LJXty o/iollrile 


2 0 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 I 1 1 1 1 1 IE 1 1 1 1 1 1 1 1 I 1 1 11 1 1 1 1 1 1 1 1 1 1 1 1 
1 1 1 1 1 1 1 1 1 1 1 1 1 1 I 1 1 I 1 1 1 1 1 1 1 1 1 I 1 1 1 1 I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I 1 1 1 1 1 1 1 I 1 




Db 


76 


ATGGCGCAGAAGGGCCAACTCAGTGACGATGAGAAGTTCCTCTTTGTGGACAAAAACTTC 


135 


Ov 

wy 


21 


T 1 an QorDrnUa 1 A ~\ anl n&l a A a t^T'>*t*i A 1 afll aT.ifo!\ rnT .at t T7a 1 TvnT/a T DrriCar 
J. ICnBllOCI ri U v dlrilaVJlllril aribp i. L. LJ/A J. anl cli-l V o/-ii- UXjc U Vai. llUValrlUoCJ. 


1 u 






1 1 I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 I 1 1 1 1 1 I 1 1 1 1 1 1 1 1 
1 1 1 1 I 1 1 1 1 1 1 1 II 1 1 1 II 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 II 1 1 1 1 I 1 1 1 1 1 1 1 




Db 


136 


ATCAACAGCCCAGTGGCCCAGGCTGACTGGGCCGCCAAGAGACTCGTCTGGGTCCCCTCG 


195 


Qy 


41 


GluLysGlnGlyPheGliaAlaAlaSerlleLysGluGluLysGlyAspGluValValVal 


60 






IIIIIIIIIIIIIMIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 




Db 


196 


GAGAAGCAGGGCTTCGAGGCAGCCAGCATTAAGGAGGAGAAGGGGGATGAGGTGGTTGTG 


255 


wy 


61 


vj-LIXXjc Uvalul iXMoIloXy i-ty ULty bvall Hi, ValuiyjjybnspAbp X XcoXIXXjy d 1*1(2 Urioll 


r n 
o u 






f 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 II ! 1 1 1 1 1 1 1 1 1 1 1 1 1 

1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I 1 1 1 1 1 1 I 1 1 1 I 1 1 1 1 I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


256 


GAGCTGGTGG AGAATGG CAAGAAGGTC ACGGTTGGGAAAG ATG AC AT CC AG AAGATG AAC 


315 


Ov 

wy 


81 


P>-(~i'D>''i~iT ,\r a U>Vi pQatT ,VQUa 1 CI 1 n A cnMof" A ~\ anluT .at tTVi vPtro T oi i A e?T"i/~* 1 nil aOQy 
t i \Jtr L. UJUyorllcocI Jjy o V alulUnspi'lcL.AJ.auXUiJCU 1 XlXT^y 5XjclXrtSIiv?X Uniaoc X 


x u u 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 
1 1 1 1 1 1 I 1 1 1 1 I 1 1 1 I 1 1 1 1 1 1 1 M 1 1 I 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 ! 1 1 1 f I 1 1 I 1 1 




Db 


316 


CCACCCAAGTTCTCCAAGGTGGAGGACATGGCGGAGCTGACGTGCCTCAACGAAGCCTCC 


375 


wy 


101 


\7^k 1 T i T4 1 a Zi an T .di i A H n A ■vrrT 1 -. rr IDVi aCovfll \rT .at iTl oT- r-^T'Vi ■*- r Pt r >- O ^ -vC 1 t iT qi i 

vcixjjtrunxa/4toxiijcu^iiyvj±u>iiy i yx riicocivjiyijcuiic lyr innyrcjcrbiyijeu 

1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 I 1 1 1 1 1 1 1 1 1 1 M 1 1 1 M 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 


u 


Db 


376 


I M I I I I I t I I I I I I I I I I I I I I I I I I ! I I I I I I I I I I I I 1 I II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

GTGCTACACAACCTGAGGGAGCGGTACTTCTCAGGGCTAATATATACGTACTCTGGCCTC 


435 


Qy 


121 


PheCysValValValAsnProTyrLysHisLeuProIleTyrSerGluLysIleValAsp 


140 






iiiiiiiiiiiiiiiiiiiiiiimiiimiiiiiiiiiiiiiiiiiiiiiiiiiiii 




Db 


436 


TTCTGCGTGGTGGTCAACCCCTATAAACACCTGCCCATCTACTCGGAGAAGATCGTCGAC 


495 


Ov 

wy 


14 1 


ric Liyi ±jy ouiyjjy a i-iy qhi Ljnisiji Line Lriuri unia Xlciyinldll cAlaH o p I Ilx 


X D u 






1 1 1 1 1 1 1 1 1 1 1 I 1 1 1 1 1 I 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 I 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 
i i i i i i I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 




Db 


496 


ATGT AC AAGGGC AAGAAG AGG C ACG AG ATGCCG CCTC AC ATC T ACG C C ATCG C AG AC ACG 


555 


Ov 

wy 


161 


rtxci j. yirtiyocxricLbcubiiirtbpAiyvjiUrtapuiiiocii xexjeu^y s i xir (jxy^xucier 


inn 
loll 






1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 II 1 1 1 1 M 1 1 1 1 1 1 
l l l l l l l l l l l l l l l l l l l l l l l l l l l l l l 1 1 1 1 1 1 1 I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


556 


GCCTACCGGAGCATGCTTCAAGATCGGGAGGACCAGTCCATTCTATGCACAGGCGAGTCT 


615 


Ov 

wy 


181 


<jxy>ixc±ijxyxjy a xiix vjxu>iaiix nx bybbysvdiiicOiniyrLcUftidvai VciiAidber 
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 II 1 M f 1 1 1 1 1 1 1 1 M 


2 00 


Db 


616 


1 1 1 II 1 1 1 1 1 1 I II II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 
GG AG CCGGG AAAACCG AAAAC ACC AAG AAGGT C ATTCAGT AC CTGG C CGTGGTGG C C TC C 


675 


wy 


201 


ucitij. tjijy a\jxy x*y t>xiy o/iatJiiix aci xxexiixLrXiikjxyrxOioex r^neiixa lyx^jxyuXil 


220 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 II II 1 1 M II 1 1 1 1 1 1 
1 I 1 I I I I I I I I I I I I l I I I I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


676 


T CCC ACAAGGGC AAG AAAG AC AC AAGTAT C ACG GGAGAG 


714 


Ov 


221 


uc nvj j_ ooiiiijcu.ucuvjxiinx cLnouri. Ul J. C Lie u\j _i_ LLrt _L dirlltJvj-Ly rtallnJ-aLiy 0 1 11X 


24 0 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


715 


CTGGAAAAGCAGCTTCTACAAGCAAACCCGATTCTGGAGGCTTTCGGCAACGCCAAAACA 


774 


Ov 

wy 


241 


v aiuy t>rti3iirtEjij>iaiii3cx ocirtiy fiitjvjxyxjya rnciicniyiic/isnrucAspvai inir 


260 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 II I 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 
1 1 1 1 1 1 I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 t 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


775 


GTGAAGAACGACAACTCCTCACGATTCGGCAAATTCATCCGCATCAACTTCGACGTCACG 


834 


WY 


z b 1 


GlyTyrlleValGlyAlaAsnlleGluThrTyrLeuLeuGluLysSerArgAlalleArg 


280 






1 1 1 1 1 1 1 1 1 1 1 1 I 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 t 1 1 1 1 1 1 1 1 1 1 1 1 1 1 
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II II 1 1 M 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 M 1 I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




XJXJ 


P "7 t". 




894 


Qy 


281 


GlnAlaArgAspGluArgThrPheHisIlePheTyrTyrMetlleAlaGlyAlaLysGlu 


300 






Ml III III III HIM MliMIIM ! Ill 1 Mill M IN 




Db 


895 


CAAGCCAGAGACGAGAGGACATTCCACATCTTTTACTACATGATTGCTGGAGCCAAGGAG 


954 


Qy 


301 


LysMetArgSerAspLeuLeuLeuGluGlyPheAsnAsnTyrThrPheLeuSerAsnGly 


320 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ii 1 1 1 1 1 1 1 1 1 1 1 




Db 


955 


AAGATG AG AAGTGACTTGCTTTTGGAGGGCTTC AAC AACTACACCTTCCTCTCCAATGGC 


1014 


Qy 


321 


PheValProIleProAlaAlaGlnAspAspGluMetPheGlnGluThrValGluAlaMet 


340 






IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIMIIIIIIIIIIIIIIIIIIIIIII 




Db 


1015 


TTTGTGCCCATCCCAGCAGCCCAGGATGATGAGATGTTCCAGGAAACCGTGGAGGCCATG 


1074 



Qy 341 AlalleMetGlyPheSerGluGluGluGlnLeuSerlleLeuLysValValSerSerVal 360 
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IIIIMIIIM IMMMII IIIIM IMIIMIIIMMIIIIII 

Db 1075 GCAATCATGGGTTTCAGCGAGGAGGAGCAGCTATCCATATTGAAGGTGGTATCATCGGTC 1134 



Qy 361 LeuGlnLeuGlyAsnlleValPheLysLysGluArgAsnThrAspGlnAlaSerMetPro 380 

MIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIII 

Db 1135 CTGCAGCTTGGAAATATCGTCTTCAAGAAGGAAAGAAACACAGACCAGGCGTCCATGCCA 1194 

Qy 381 AspAsnThrAlaAlaGlnLysValCysHisLeuMetGlylleAsnValThrAspPheThr 400 

III 1 : 1 1 : 1 M i 1 1 1 : M 1 1 : : M ! I 1 1 M ! . I 1 . 1 1 . I : II 

Db 1195 GATAACACAGCTGCTCAGAAAGTTTGCCACCTCATGGGAATTAATGTGACAGATTTCACC 1254 



Qy 401 ArgSerlleLeuThrProArglleLysValGlyArgAspValValGlnLysAlaGlnThr 420 

IIIIIMIIMIIIIIIIMIIIIIIIIIIIIIIIIIMMIMIIIIIIIIIIIIIIII 

Db 12 55 AGATCCATCCTCACTCCTCGTATCAAGGTTGGGCGAGATGTGGTACAGAAAGCTCAGACA 1314 



Qy 421 LysGluGlnAlaAspPheAlaValGluAlaLeuAlaLysAlaThrTyrGluArgLeuPhe 440 

IMIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIMIIIIIIIIIIIIIMIIIIII 

Db 1315 AAAGAACAGGCTGACTTTGCTGTAGAGGCTTTGGCCAAGGCAACATATGAGCGCCTTTTC 1374 

Qy 441 ArgTrpIleLeuThrArgValAsnLysAlaLeuAspLysThrHisArgGlnGlyAlaSer 460 

- IIIIIIIIIIIIIIIIIIIIIIIIIIMIMIIIIIIIMIIIIIIIIIIIIIIIIIMI 

Db 1375 CGCTGGATACTCACCCGCGTGAACAAAGCCCTGGACAAGACCCATCGGCAAGGGGCTTCC 1434 



Qy 461 PheLeuGlylleLeuAspIleAlaGlyPheGluIlePheGluValAsnSerPheGluGln 480 

MIIIIIIIIIIIIIIIIIIMIIIIIIIIIIMIIIIIIIIIIIMIIIIIIIIIIIII 
Db 143 5 TTCCTGGGGATCCTGGATATAGCTGGATTTGAGATCTTTGAGGTGAACTCCTTCGAGCAG 1494 



Qy 


481 


LeuCysIleAsnTyrThrAsnGluLysLeuGlnGlnLeuPheAsnHisThrMetPhelle 


500 






IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIMIIIIIIIIIIIMIIIIMI 




Db 


1495 


CTGTGCATCAACTACACCAACGAGAAGCTGCAGCAGCTCTTCAACCACACCATGTTCATC 


1554 


Qy 


501 


LeuGluGlnGluGluTyrGlnArgGluGlylleGluTrpAsnPhelleAspPheGlyLeu 


520 






IIIIIIIIIMIIIIIIIIMIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIII 




Db 


1555 


CTGGAGCAGGAGGAGTACCAGCGCGAGGGCATCGAGTGGAACTTCATCGACTTTGGGCTG 


1614 


Qy 


521 


AspLeuGlnProCysIleGluLeuIleGluArgProAsnAsnProProGlyValLeiiAla 


540 






IIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 




Db 


1615 


GACCTACAGCCCTGCATCGAGCTCATCGAGCGACCGAACAACCCTCCAGGTGTGCTGGCC 


1674 


Qy 


541 


LeuLeuAspGluGluCysTrpPheProLysAlaThrAspLysSerPheValGluLysLeu 


560 






IIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIMIIIIIIMIIIIIMIIIIII 




Db 


1675 


CTGCTGGACGAGGAATGCTGGTTCCCCAAAGCCACGGACAAGTCTTTCGTGGAGAAGCTG 


1734 


Qy 


561 


CysThrGluGlnGlySerHisProLysPheGlnLysProLysGlnLeuLysAspLysThr 


580 






IIIIIIIIIIIIMIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIII 




Db 


1735 


TGCACGGAGCAGGGCAGCCACCCCAAGTTCCAGAAGCCCAAGCAGCTCAAGGACAAGACT 


1794 


Qy 


581 


GluPheSerllelleHisTyrAlaGlyLysValAspTyrAsnAlaSerAlaTrpLeuThr 


600 






IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIII 




Db 


1795 


GAGTTCTCCATCATCCATTATGCTGGGAAGGTGGACTATAATGCGAGTGCCTGGCTGACC 


1854 


Qy 


601 


LysAsnMetAspProLeuAsnAspAsnValThrSerLeuLeuAsnAlaSerSerAspLys 


620 






IIIIIIIIIIIIIMIIIIIIIIIII1IIINIIIIIIIIIIIIIIIIIIIIIIIIIIII 




Db 


1855 


AAGAATATGGACCCGCTGAATGACAACGTGACTTCCCTGCTCAATGCCTCCTCCGACAAG 


1914 


Qy 


621 


PheValAlaAspLeuTrpLysAspValAspArglleValGlyLeuAspGlnMetAlaLys 


640 






IIIIIIIMIIIIIIIIIIIIIIIIIIIIIIII1IIIIIIIIIIIIIIIIIIIMIIIII 




Db 


1915 


TTTGTGGC CG ACCTGTGG AAGG ACGTGG ACCG C AT CGTGGGC CTGG AC C AGATGGCC AAG 


1974 


Qy 


641 


MetThrGluSerSerLeuProSerAlaSerLysThrLysLysGlyMetPheArgThrVal 


660 






llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 




Db 


1975 


ATGACGGAGAGCTCGCTGCCCAGCGCCTCCAAGACCAAGAAGGGCATGTTCCGCACAGTG 


2034 



Qy 661 GlyGlnLeuTyrLysGluGlnLeuGlyLysLeuMetThrThrLeuArgAsnThrThrPro 680 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Db 203 5 GGGCAGCTGTACAAGGAGCAGCTGGGCAAGCTGATGACCACGCTACGCAACACCACGCCC 2094 

Qy 681 AsnPheValArgCysIlelleProAsnHisGluLysArgSerGlyLysLeuAspAla 6 99 

I MIIIIIMI MUM MM IIIMM IIMMMM I 



Application/Control Number: 09/927,597 
Art Unit: 1652 

Db 2095 AACTTCGTGCGCTGCATCATCCCCAACCACGAGAAGAGGTCCGGCAAGCTGGATGCG 2151 



